Introduction


MtDNA
genome encodes 13 oxidative phosphorylation enzymes, two rRNA, tRNA, 22 necessary for protein synthesis and a control region (D-loop), in which begin and end of all the replication of mitochondrial DNA sequences. Mitochondrial DNA is traditionally used in population genetics as a marker of choice to characterize the phylogeny [1] . Many researchers have drawn attention to the functional role of mtDNA, and drew attention to the direct use of mitochondrial data for the needs of ecology and evolution [2] [3] [4] . Reparation mechanisms at the level of mtDNA quickly remove most of harmful mutations. However non-correction mechanism of mtDNA sequences affects the quality of production mitochondrial enzymes and therefore their effective share in the overall energy metabolism of the cell. These changes affect the male generative cells to a much greater extent in comparison with influencing somatic cells or female generative cells. Sperm have high power requirements relative to the motility, the amount of the mitochondria is only a fraction compared to the other cells [5] [6] [7] [8] . It follows that any mutation in the mtDNA and following the relative loss of efficiency is least in the complex OXPHOS can significantly reduce sperm function. This is also negatively affected male fertility. However, the occurrence of mtDNA mutations has no significant effect on the vitality of the eggs due to their lower energy requirements. Female fertility is therefore not adversely affected, since maternal inheritance of mtDNA, the mutant haplotype occurring in the population of the female line. This effect was called the "mother's curse effect" [8] . The mitochondria occupy a central role in the metabolism of the eukaryotic cell [3] , in Genetic disease [9] , in Genetic Programming death (apoptosis) [10] , RFLP identification of species [11] and aging [12] . Authors [11] 
Material and Methods
Animals
The experimental animals (rabbits) were bred in an approved test facility of Research Institute for Animal Production (RIAP), National Agricultural a Food Centre Nitra, Slovakia. Cytochrome b mtDNA was analysed from samples of peripheral whole blood (collected from a. auricularis centralis to heparinised tubes; Heparin, 25,000 IU, 4 μL/1 mL) from 18 males and 24 females breeding parental generation and their F 1 generation of the original meat lines (M91 and P91) rabbits bred in RIAP Nitra.
Females of the parental generation were divided into two groups: 1.-experimental group (12 animals) was subjected to strict divergent selection and selection criteria should be more stringent (selected female had to have at least three litters with 7-10 live kits). 2.-control group (12 animals) had at least three litters a large variation range of live-born kits at birth 1-15 kits. The animals were housed in individual cages, under a constant photoperiod of 14 h of light day. Temperature and humidity in the building were recorded continuously by means of a thermograph positioned at the same level as the cages (average relative humidity and temperature during the year was maintained at 60 ± 5% and 17 ± 3 °C). The rabbits were fed ad libitum with a commercial diet (KV; TEKRO Nitra, Ltd.) and water was provided ad libitum with nipple drinkers. The treatment of the animals was approved by the Ministry of Agriculture and Rural Development of the Slovak Republic, no. SK P 28004 and Ro 2058/06-221/1c.
Cytochrome b mtDNA Analysis
For isolation of mtDNA from heparinized peripheral blood, it used the Maxwell DNA Purification Kit. The concentration of DNA in the samples was measured on a UV/VIS spectrophotometer Nano Photometer (Implen). The polymerase chain reaction (PCR) technology has been used for specific segments amplification of isolated small mitochondrial (mtDNA) male and female rabbits. As a reference was the elution solution used to elute the DNA for purification. PCR conditions (PTC- 
Results and Discussion
PCR products were visualized under UV light and photographed using a documentation system MiniBis Pro (Bio-Imaging Systems) (Fig. 1) (Fig.   3 ). While cyt b 306 is a new haplotype defined by two restriction sites 571G and 877G (Fig. 4). 
Conclusions
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